Listed parameters are the same as those in equation 1 in the main paper, with τ the fluorescent lifetime, and θ the rotational correlation time, where α and β are the pre-exponential factors for each fluorescence decay and anisotropy decay component respectively. τave is the average fluorescence lifetime and θave is the average rotational correlation time. Values for the rotational correlation times θ, for complexes of particular MW, were determined from a linear regression of previously calculated values (1) for different hydration values (h), which affects the molecular volume of biological complexes. The observed θ for DNA alone is slightly shorter than predicted, and this is probably due to the linear shape of the molecule. The longest value of θ observed for the saturated Mug:DNA complex is within the region expected for a hydrated protein of MW corresponding to a 2:1 Mug:DNA complex. The observed θ is clearly significantly longer than that expected for a monomeric complex. A B C Sedimentation equilibrium analytical ultracentrifugation experiments were performed using a Beckman XLA ultracentrifuge. The experiments were performed at 25°C in MUG reaction buffer 50mM Tris-HCl, pH 8.0; 1mM EDTA containing either 50mM NaCl or 150mM NaCl or 300mM NaCl. For measuring the oligomerization states of MUG, absorbance at 280nm was monitored. Protein concentrations used were 33, 17 and 8 μM. A representative dataset is shown with absorbance at 280nm as a function of the centrifugal radius, following centrifugation of MUG at 20°C of a sample of MUG (16.7μM) and (A) 50mM NaCl (B) 150mM NaCl and (C) 300mM NaCl. The sample was centrifuged for 24 hours at 20 000 rpm. Data were globally fitted using SEDNTERP, and the red line is the best fit from this analysis, the upper panels show the deviation, or residuals, between the data and the fit.
